First molecular detection and genetic analysis of Anaplasma phagocytophilum in shelter cats in Seoul, Korea.
Here, we report the molecular detection of Anaplasma phagocytophilum in shelter cats in Korea and the relationships between A. phagocytophilum gene sequences and the pathogenicity, region, and host specificity of this bacterium. Two (0.9%) out of 222 shelter cats from Seoul, Korea, yielded positive results for the A. phagocytophilum 16S rRNA, groEL, and msp2 genes. Phylogenetic analysis divided groEL gene sequences into two groups (alanine and serine), based on their nucleotide and amino acid sequences. A. phagocytophilum msp2 gene sequences were grouped per the region of isolation (Europe vs. USA, including Korea). Some nucleotide and amino acid sequences of groEL and msp2 showed distinctive patterns according to the region of isolation, which helped in distinguishing A. phagocytophilum gene sequences detected in Korea from those detected in the USA and Europe. Although the limited number of clinical anaplasmosis cases caused by A. phagocytophilum belonging to the alanine group prevents any firm conclusions, the results of the present study tend to refute the previous view that the pathogenicity of A. phagocytophilum is associated with the serine group. Moreover, our results suggest that genetic analyses of groEL and msp2 can be used to obtain a regional fingerprint of A. phagocytophilum.